Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.002 Å; R factor = 0.035; wR factor = 0.099; data-to-parameter ratio = 17.1.
In the title salt, C 13 H 14 NO + ÁCl À , the dihedral angle between the fused ring system (r.m.s. deviation = 0.039 Å ) and the attached aldehyde group is 75.27 (16) . In the crystal, the cation and anion are linked by an N-HÁ Á ÁCl hydrogen bond and the resulting pairs are connected into four-ion aggregates by -interactions between the C 6 and pyridinium rings [3.6450 (9) Å ] of inversion-related quinolinium residues.
Related literature
For background details and biological applications of quinoline and quinoline chalcones, see : Joshi et al. (2011) ; Prasath et al. (2013a) . For a related structure, see: Prasath et al. (2013b) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). Nitrogen-containing heterocyclic analogues are found to be valuable intermediates in organic synthesis and exhibit a multitude of photophysical properties. In particular, quinoline analogues have received significant attention owing to their bio-activity such as anti-bacterial, anti-fungal, anti-malarial and anti-cancer activities (Prasath et al., 2013a; Joshi et al., 2011) . As a continuation of structural studies in this area (Prasath et al., 2013b) , the title salt, (I), was investigated.
The fused-ring system of the cation in (I), Fig 
A mixture of 2-aminoacetophenone (0.68 g, 0.005 M), acetylacetone (0.5 g, 0.005 M) and 1 N HCl (20 ml) was stirred at 363 K for 45 minutes. To the resulting mixture, chloroform (20 ml) was added and the organic layer was passed through anhydrous Na 2 SO 4 . Re-crystallization was by slow evaporation of chloroform solution of (I) which yielded yellow blocks.
M.pt. 393-395 K. Yield: 90%.
Refinement
The C-bound H atoms were geometrically placed (C-H = 0.95-0.98 Å) and refined as riding with U iso (H) = 1.2-1.5U eq (C). The N-bound H atom was refined freely.
Computing details
Data collection: CrysAlis PRO (Agilent, 2013 ); cell refinement: CrysAlis PRO (Agilent, 2013) ; data reduction: CrysAlis PRO (Agilent, 2013 ); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) and DIAMOND (Brandenburg, 2006) ; software used to prepare material for publication: publCIF (Westrip, 2010 
